ANNOTATED FIG. 1 



BJLAST 2 SEQJUENCES RESULTS VERSION BLASTP 2.2.1 IAtig-l-2DDI ) 

, «-Jg2pop8n:< gap extesuicKt: < . 
X dropoff: i ^^expectrl ^ wordsizeJ ^ FiUer ^ ' ( 

Sequence I IcIjseqLl Length 510 (I 510) * 

Sequence 2 Icljseqjt tcnglh 512 (i „ 5l2> 

2 

NOTE:The slalistics (bilscorc and expect vatue) is calculaKKi based on die size of nr database 
Score =* 786 bits (2029), Ewpecfc « 0,0 

Identities « 419/522 (80%), Positives « 448/522 (85%J, Gaps = 22/J522 (4%) 



Query: X MFIESPRVES&HVRyGWVEIESDYQXtrnPEI,VHESHDGASRWIVRPKSVR^^ ^ 

60 ■ . * K ' 

HFIESFRVESBHVRyGAAEIES+Y^YDXTEIrVHESHDGRSWI+VRBKSV+'SC+FRr+T^ * 
Sbjctr 1 MFIESFRVBSEHVRYGW^IBSBmigDTTBLVllESHOGfVSBWVVReKSVQYHFRT^ *5€ Q X V> > 

60 

QUerys 61 KLGVMI»VGWGGNHGSTLTAGVIA«R'EGISffATKDICVQQANyYGSLTQASTIR^ 5? q V> ^ 

120 

KLGVMWGffeGNNGSTI.TA<OTA+REGlSWATKDKVQQAI«tGS)LrTQftSTlRVGSYNGEE -f 
Sbjjcts 61 KICTMLVGWGGHNGSTLTAGVIASREGISWATKDKVQQANyYGSbTQASTXRVGSYHGEB ^2<i{^^ 
120 " 

Query: 121 IYAPFK5LLPMVNPDDX,VFGGtfDISKW<iIADA«TRAKVLDrDi:»QKQLRPYHES~-- StQ "^"S) 

173 

IYAPFKSLLPHW£fD0CVFGGWDISNVmtADAHTRAKyi.DrD£,QK01*RPYMES HLo'^ 
Sbjct; 121 lYAfFKSLL&MVNPDDLVFGGKOlSMjmiADAOTRAKVLDXDI^KQLRPYMESWCW ^ 
IBO . ^ 

Query: 174 KVPL— -PGIYDPDVIAAHQGSRANMVIKGTKKEQHEQirKUI REFKBKSKVOKVVVLWTA S*C^ 
231 

M+P • F DP A • SR + f KD1;REFKE «K-fDK WLWTA - "1^^ 3 

flbjcCS 181 KTPrsSPLTRDP ARTHSSRB pnRSRWGRSSKDIREFKEMHKMnKAVV|.WTA > 

231 . 



Fig:l 



Query: 232 HTERYSM-VCVGU^DTHEa4LIASVDKMEABISPSTLYMAC\;--KKf5lPF11l6SP^ 9^^'^^^ 
289 

Sbjct: 232 OTEflWJCLCLGI^--TWGKPSASVDRNQAEISeSTLYCHCLASLt;GVRSrT6^ ^ic^lh^ ^ 

290 ■ . * 

guery: 290 GLlDIATKNMCLI-GGDDFKSGQTimKSVLVDFLVGAGIKPTSXVSYHKLGKKI^G^lKU^^ "^-^ ^ 

348 

G-f DLAIK GG K 6+ K I.VDri,+GAGlKPTSIVSYfaiI.GHNPG NLSA 

Sbjcti 291 GIDDlAIKKKLPDPGGL10KRGKPKKKT6|,VDrLMGAGlKmiVSyWHLGHNPSTMLSA 5 

350 

Query; MS PQTFRSKEISKSHWDDMVSSHAILYBLGE^lPDHVWIKYVPYVGDSKRA^lDF/^^^^^^^ S> ^ "^"^ 

408 

PQTFKSKBISK5+WDDMVSSNAILYE GEHPUHVWIKYVFWOTSKRAMDEYTSEin'l -f t^, ^3 

Sbjct: 3S1 POTFMKEISKSSVVDCHVSSHAjLYEPGEHPDHVWIKYVPYVGDSKRAMOEYTSBr^ 9€GJ >^ 
410 » ' 



gu^jtxys 4 09 GGKST1VUIHTCED3LUUVPXI1J>1*VUJ\EU«5TRIQI,KAB^^^^^ S^C^"^^^ 

468 . • - 

GGK+TIVLHNTCEDSLLAAPlIMWLIJrVEIiSTRiaLK EGEEKFHSFHPVATCLSYLTK ^ 3 

Sbjct: 411 GGKNTIVLHHTCBDSLIAAPIILDLVLIJVELSTRIQLKGEGEEKFKSFHWATJLSYXTK S S <3{ ^ 



470 



5£q 



Query: 4G9 APLVPPGTPVVKALAKQIIAMJ:,EMIMBACVGLAPENHMILSYK 510- 

APliVPPGTPVWAIiAKQRAMtiEKIMBACVGIiAPENNHrLBYK S €-0? "T^"^ 

Sbjct; 471 APl^VPPGTPWNALAKQRAMIiEKlMRACVGIAPENHHlLEYK 512 ^ ^ 

CPU time: 0.10 jiser sees. 0.02 sys, sees 0.12 total 

sees . 

Gapped 

LaiTibda K H 

0.316 0.134 0.3S5 

Gapped 

0,267 0.0410 0.140 

Matrix: BIiOSUM62 ' 

Gap Penalties: EKistence: 11, EKtension: 1 

Hurnher of Hits to DB: 2125 

Kumbet of Sequences: 0 

Number of ejctenslons: 153 

Number of successful gk tensions s 5 

Number of sequences better than 10«0: 1 

Number of llSP'a better than 10.0 without gapping t 1 

Hunger of KSP's successfully gapped in prelim test: 0 

Numbec of HSP'a that attempted gapping in .prelim test: 0 

Number of HSP'a gapped (non-prelimi : 1 

length of querys 510 

length of database: 233,319,389 

effective lISP length i 125 

effective length of query: 385 

effective length of database: 176,133,383 

effective search space: 67811354765 ^ 

effective search space used: 6*7811354765 



Fig : 1 0=-^^'^} 



